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Figure 11- Homology of DrosopUa how (GadFly Accession Number CG10293) to human 
Quaking isoforms 

Figure llA. BLASTP results for CG10293 (GadFly Accession Number) 

gb|AAF63416.l|AP142421_l (AF142421) QUAKING isoform 5 [Homo sapiens] 
Length = 337 

Score = 289 bits (739), Expect = 5e-77 

Identities = 168/334 (50%), Positives = 215/334 (64%), Gaps = 20/334 (5%) 
Query: SEQ ID NO: 23; Sbjct: SEQ ID NO: 24 

Query: 67 QQQQSTQSIADYIiAQriliKDRKQIiAAPPN VFTHVERLLDEEIARVRASLFQ — xKG-V 120 

^. + DYIi QIi+ EH-K +++. PN . +F H+ERLLDEEI+RVR ++ +NG 

Sbjct:' 2 ETKEKPIOPTPDYriMQrJiflSfDK^^ 61 

Query: 121 KKEPLTIiPEPEGSVVTMNEKVYVPVR^ 180 

+K LP+ G +V + EK+YVPV+E+PDPNFVCSRILGPRG+TAKQLE ETGCKXMVRG 
Sbjct: 62 EKR5AELPDAVGPIVQLQEKIjYVPVKEYPDF35IFVGRIIi^ 121 

Query: 181 KGSMRDKKKI3DA]mGKPNWEHLSDDLH\^ 240 

KGSMRDKKKE+ IsnRGKPNWEHIj++DLHVIiITVED +1SIRA +KL +A V EV-fKL LVP AEG 
Sbjct: 122 KGSMEmKK3CEEQNR<3KPlMEHIiNEDL^^ 181 

Query: 241 roELKKKQIiMELAIINGTYiyXraAKSVAVC^ 300 

ED liKK QliMEIiAI+NGTyPD KS A+ A + R++T A +R 

Sbjct: 182 EDSIiKKMQLMEIiAILiNGTYm)ANIKSPAI^ 239 

Query: 301 PA-AAPLCSAPIilLNPRJViTVTTTAASIIiSAQAAP 357 

P A P Plil .+ V + + PTAA G G+I+ PY+y Y 

Sbjct: 240 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEYP-YTLAP 292 

Query: 3 58 GNPLLTEYADHS — VGAEKQQRRLATNREHPYQR 389 

+1, + S +GA+ + R R HPYQR 
Sbjct: 293 ATSILEYPIEPSGVLGAVATKVRRHDMEIVHPYQR 326 

ref |3CP_03743 8.2 1 (XM_037438) similar to KH domain RNA binding protein QKI-5A 
[Homo sapiens] , Length = 341 

Score = 289 bits (739), Expect = 5e^77 

Identities =168/334 (50%), Positives = 215/334 (64%), Gaps = 20/334 (5%) 
Quer> SEQ ED NO: 23; Sbjct: SEQ ID NO: 25 

Query: 67 QQQQSTQSIADYLAQLLKDRKQLAAFPN VPTHVERLLDEEIARVRASLPQ — ING-V 120 

4. +4. + DYL QL+ D+K +++ PN +F H+ERLLDEEI+RVR ++ +NG 
Sbj ct : 6 ETKEKPKPTPDYLMQLMlTOKia^SSLPNPCGIFlOTLE^ 6 5 

Query: 121 KKEPLTLPEPEGSVVTMNEKVYVPVREHPDFI;^ 18 0 

+K LP+ G +V + EK+YVPV+E+PDFNFVGRILGPRG-fTAKQLE ETGCKI3WRG 

Sbjct: 66 EKRSAELPBAVGPIVQLQEKLYVPVKE:YPDFNFVGRILGPRGLTAKQLEAETGC^ 125 

Query: 181 KGSMRDKK3CElDA2sIRGKITSn«JEHLSDDLH^ 240 

KGSMRDiaCKE+ KRGKPNWEHL++DLHVLITVED +2!;iRA +ICL +AV E V+KL LVP AEG 
Sbjct: 126 KGSMRDKKKEEQIJRGKPNWEHLNEDLH^ 185 

Query: 241 EDELKKRQLMELAIINGTYRDTTAKSVAVCaDEEWRRLVAASDSRLLTSTG^ 3 00 

ED LKK QLMELAI+NGTYRD KS A+ A + R++T A +R 

Sbjct: 186 EDSLKKMQLMELAILNGTYRDANIKSPALAFS — LAATAQAAPRIITGPAPVLPPAALRT 243 
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Onerv- 301 PA-AAPLGAPLILNPROTVPTTAASILSAQAAPTAAFDQTG--HGMIFAPin^^ 357 

^ PAP PLI + V + + PTAA G G+I+ PY+Y Y 

Sbjct: 244 PTPAGPTIMPLIRQIQTAV mpNGTPHPTAAIVPPGPEAGLIYTPYEYP-YTLAP 296 

Ouerv- 358 GNPLLTEYADHS—VGAIKQQKRLATNREHPYQR 389 

. +L + S +GA+ + R R HPYQR 

Sbjct: 29.7 ATSILEYPIEPSGVIiGAVATKVRRHDimVHPYQR 33 0 

gb|A2^63414.llAFl42419_l (AF142419) QUAKING isoform 6 [Homo sapiens] 
Iiengtb = 363 

Score = 289 bits ;(739)., Expect = 5e-77 ' ,eQ,x 

Identities = 168/334 (50%), Positives - 215/334 (64%), Gaps = 20/334 (5%) 
Ouerv: SEQ ID NO: 23; Sbjct: SEQ ID NO: 26 

OMBTV' 67 QQQQSTQSIADYIiAQIilCTRKQLAAFPN ^VFTHVERIiLDEEIARVRASLPQ-^ING-V 120 

' 4 + DYIi QI/+ D+K +++ PN +F H+ERLIiDEEI+RVR ++ +NG 

Sbjct: 28 ETKEKPKPTPDYLMQIiMNDKKm ^7 

Ouerv- 121 KKEPLTLPEPEGSVVTMNEKVSVF ^80 

^.K LP+ G +V + EK+YVPV+E+PDFNFVGRIIiGPRG+TAKQIiE ETGCKIMVRG 
Sbjct: 88 EKRSAELPDAVGPIVQLQEKriYVPV3aEYPDFl^GRIL.GPRG^^ 147 

Query- 181 KGSmJ^KKKEX)M<^GKI^J^^^^ 240 

KGSMRDKKKE+ ]^GKPl^WEHIi++DIiHVLITVED +NRA 4-KL +AV EV+KLLVP AEG 
Sbjct: 148 KGSMRDKg:KEEQmiGKBJmES3^^ 207 

Query: 241 EDEIiKKRQLMEIJillNGTYRiyra ^^0 

ED I.KK QliMETAI+NGTYRD KS A+ A + R++T A +R 

Sbjct: 208 EDSLKKMQIiWffiXJaiiNGTYRDAKri^ 265 

Query- 3 01 PA--AAPIiGAPLIIJSrPR15mrPTTAASILSAQAAP 357 

p A. P PLI + V + + PTAA G G+I+ PY+Y Y 

g^j^^. 266 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEYP-YTLAP 318 

Query: 3 58 GNPLtLTEYADHS—VGAIKQQRRIiATNREHPYQR 389 

+L + S +GA+ + R R HPYQR 

Sbjct: 319 ATSIIiEYPIEPSGVLGAVATKVRRHDMRVHPYQR 352 

dbj |BAB55032.1| (AK027309) unnamed protein product [Homo sapiens] 
Leng-th = 323 

Score = 282 bits (722), Expect = 5e-75 

Identities = 165/320 (51%), Positives = 208/320 (64%), Gaps = 20/320 (6%) 
Queo: SEQ ID NO: 27; Sbjct: SEQ ID NO: 28 

Query: 81 QLIaKDRKQIiAAFPN VFTHVT3aaLDEEIARVRASLFQ-~ING-VKKEPLTLPEPEGSV 134 

QIi+ D+K +++ PN +P H+ERIiLDEEI+RVR ++ +NG +K LP+ G + 
Sbjct: 2 QiJfflTOKKIiMSSLPNFCGIFNHLERIiLDEEISRV^ 61 

Query- 135 VTMJSTEKVYVPVREHPDFNFVGRIIiGPRGl^AKQLEQETGC^^ 194 

V + EK+YVPV+E+PDFNFVGRILGPRG+TAKQLE ETGCKIMVRGKGSMRDKKKE+ NR 
Sbjct: 62 VQLQEKLYVPVKEYPDFNFV^lII-GPRGLTAKQriEAETGCKI^^ 

Query: 195 GKPNWEHLSDDIiH\n^ITVEDTENRATVKrAQAV^^ 254 

GKPNWEHIi++DLHVLITVED 4-NRA +KL +AV EV+KLLVP AEGED liKK QLMEIaAI 
Sbjct: 122 GKPlNiWEHIjNEDIiHVIilTVEDAQIS^^ 181 
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Oiaerv- 255 lNGTYiayi^AKSVAVCDEEWRRLVAASDSRLLTSTGI.PGI^ 313 

+NGTyim KS A+ A + A +R P A P PLI 

St) jet: 182 r^GTYKDANIKSPAIAFS--IJ^TAQAAPiaiTGPAPVLPPAAIJ^ 239 

OrLsrv- 314 PIU^ETVPTTAASILSAQAAPTAAFDQTG--HGraFAPYBYANyAA^ 369 
^ ^ V + + PTAA G G-1-I+ PY+Y Y +L + S 

Sbjct: 240 IQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEYP-YTI.APATSIIiEYPXEPSGV 292 

Query: 370 VGAIKQQRRLATNREHPYQR 389 

+GA+ + R R HPYQR 
Sbjct: 293 LGAVATKTRRHDMRVHPYQR 312 

gb|AAF63413.l|AF142418_l (AF142418) QUAKING isoform 2 . [Homo sapiens] 
Lengthi =347 

Score = 280 bits (716) , Expect = 2e-74 

Identities = 156/293 (53%), Positives = 198/293 (67%). Gaps = 17/293 (5%) 
Query: SEQ ID NO: 29; Sbjct: SEQ ID NO: 30 

Ouerv- 67 QQQQSTQSIADYIiAQLIiKDRKQIAAFPN VFTHVERLLDEEIARVRASLFQ—rNG-V 120 

+ ++ + DYIi QI1+ D+K +++ PN +F H+ERIiIiDEEI+RVR ++ +NG 
Sbjct: 28 ETKEKPKPTPDYTMQIiliOIDiaC^ 87 

Query • 121 kkepltlpepegsvvtmstekvyvpvr^ 

LP+ G +V 4- EK+YVPV+E+PDFNFVGRILGPRG+TAKQLE ETGCKIIWRG 
Sbjct: 88 EKRSAKDPDAVGPIVQIiQEKLYVPVKEYPDFNFVGRII^^ 147 

Ouerv- 181 KGSl^KEOCEDamCTCPNWEHLS^^ 240 

KGSMRDKKKE+ NRGECPNWEHLr++DLHVriITVED +3SIRA +KI1 +AV EV+KLLVP AEG 
Sbjct: 148 KGSJOmKKKEBQiaRGKPNWEHrJI^ 207 

Query: 241 EDELIOCRQIiMEIJaiNGTYRDTTAK^AVCDEEWR^ 300 

ED LKK QLMELAI+NGTYRD KS A+ A + R++T A +R 

Sbjct: 208 EDSLKKMQLMELAILNGTYRDAIJnrKSPAIJ^ 265 

(Duery- 3 01 PA-AAPIiGAPLIIiNPRMTVPTTAASILSAQAAPTAAFDQTG--H<3^ 350 

' PAP Plil + V + + PTAA G G+I+ PY+Y 

Sbjct: 266 PTPAGPTIMPLIRQIQTAV .MPNGTPHPTAAIVPPGPEAGLIYTPYEY 312 

gb|AAF63417.llAF142422_l (AF142422) QUAKING isoform 3 [Homo sapiens] 
Length =341 

Score = 280 bits (716), Expect = 2e-74 

Identities = 156/293 (53%) , Positives = 198/293 (57%) , Gaps = 17/293 (5%) 
Query: SEQ ID NO: 29; Sbjct: SEQ ID NO: 31 

Query: 67 QQQQSTQSIADYLAQIiIiKDRKQIiAAFPN VFTHVERIiljDEEIARVRASLFQ — ING-V 120 

+ + DYIi QI»+ D+K +++ PN +F H+ERI.IjDEEI+RVR ++ +NG 

Sbjct: 28 ETKEKPKPTPDYLMQIJiflNDKKmSSLPNFCGIFNH^ 87 

Query: 121 KKEPLTIiPEPEGSVVTMNEKVYVPVREHPDFNFVGRIL^ 180 

+K I1P+ G +V + EK+YVTPV+E+PDFNFVGRIIiGPRG+TAKQLE ETGCKIMVRG 
Sbjct: 88 EKRSAELPDAVGPIVQIiQEKIiYVPVKEYPDFNFVGRILGPRGIiTAKQIiEAETG^^ 147 

Query: 181 KGSlomKKKEDANRGKPlSnwrEHLSDDIiHVIjIT^ 240 

KGSMRDKKKE+ NRGKPNWEHI/++DriHVIiITVE3:) +NRA +KL -f-A V EV+KL LVP AEG 
Sbjct: 148 KGSMRDKKKEEQNRGKPNWEHLNEDIiHVLIT^ 207 
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Query: 241 EDELKKItQLMELAIINGTYRDTTAKSVAVCDEE^ 300 

ED LKK QliMEIiAI+NGTYRD KS A+ A + A +R 

Sbjct: 208 EDSLKKMQLMELAILNGTYKDAKIKSPAL^ 255 

Query: 3 01 PA-AAPLGAPLIIiNPRmVPTTAASXLiSAQAAPTA3^DQTG--HGMIFAPyDY 35 0 

p A P Plil + V + + PTAA G G+I+ PY+Y 

Sbjct: 266 PTPAGPTIKPLIRQIQTAV Ji^PNGTPHPTAAIVPPGPEAGLIYTPYEY 312 

gb|AAF63415.l|AF14242D_l {AF142420) QUAKING isoform 4 [Homo sapiens] 
Lengtb =315 

•|5ebrfe ^ . 280 bits (716) , Expect = 2e-74 

identities = 156/293 (53%), Positives = 198/293 (67%), Gaps = 17/293 (5%) 
Query: SEQ ID NO: 29; Sbjct: SEQ ID NO: 32 

QQQQSTQSIADYIiAQIiliKDRKQLAAFPN — -VPTHVERIiLDEEIARVRASLFQ — IKG-V 120 
+ ++ + DYL QIi+ D+K +++ PN +F H+ERLLDEEI+RVR ++ -i-NG 
ETKEKPKPTPDyijMQIiMOT:>K2a:iMSSIjPNFCGIFTa^ 61 

KKEPLTLPEPEGSWTMNEKVYVPVREHPDFlSrF^ 180 
+K LP+ G +V + EK+YVPV+E+PDFNFVGRILGPRG+TAKQIiE ETGCKIMVRG 



KGSMRDK3aCE+ l!mGKPNWEHD+4-DIiHVIiITVED +13RA +AV EV+KLLVP AEG 



ED IiKK QIiMELiAI+NGTYKD KS A+ A + R++T A +R 



A P Pill + V + + PTAA G G+I+ PY+Y 

?PAGPTIMPIiIRQIQTAV MPNGTPHPTAAJVPPGPEAGLIYTPYEY 286 

cabj |BAB69497 .1| (AB067799) RNA binding protein HQK- 6 [Homo sapiens] 
Length. = 319 

Score = 280 bits (716), E3«pect = 2e"74 

Identities - 156/293 (53%), Positives = 198/293 (67%), Gaps = 17/293 (5%) 
Query: SEQ ID NO: 29; Sbjct: SEQ ID NO: 33 

Queary: 67 QQQQSTQSIADYTiAQLLKDHKQLAAFPN VFa?HVERIiIiDEKTARVRASLFP — ING-V 120 

+ + DYTi QLi+ D+K +++ PN +F H+ERXiLDEEI+RVR ++ +NG 

Sbjct: 6 ETKEKPKPTPDYIiMQIjMlSnDKKriMSSLPOT 65 

Query: 121 KKEPIiTIiPEPEGSVVTaMEKVY\^VREHPDFNFVGRILG^^ 180 

+K I.P+ G +V + EK+YVPV+E+PDFHFVGRILGPRG+TAKQLE ETGCKIMVRG 
Sbjct: 66 EaOlSAEIiPDAVGPIVQIiQEKI-YVPVKEYPDFNFVGRILGPRGLTAKQL 125 

Query: 181 KGSl£EmKKKEDAmGKPNWEHLSDDIjH\n:jI'^^ 240 

KGSMRDKKKE+ 3mGKPISIWEHIi++DIjHVIiITVED +13RA +KL +AV EV+KLLVP AEG 
Sbjct: 126 KGSMRDKKKEEQimGKPNWEHLNEDIiHVIilTVEDAQl^^ 185 



Query: 


67 


Sbjct: 


2 


Query: 


121 


Sbjct : 


62 


Query: 


181 


Sbjct: 


122 


Query: 


241 


Sbj ct: 


182 


Query: 


301 


Sbjct: 


240 



Query: 
Sbjct: 



241 
186 



EDEIiKKRQIJilEIAIINGTYRDTTAKSVAVCDEEWRRLV^ 300 
ED LKK QLMEIiAI+NGTYRD KS A+ A + R++T A +R 

EDSIiKKMQLMEIJ^IiNGTYRDANIKSPAIiAFS — IiAATAQAAPRlITGPAPVLPPAAIiRT 2 43 
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naerv- 301 PA~AAPLGAPLXLNPR2^IWPTTAASILSAQAZLPTJULFDQTG-- 3 50 

Query. ^ ^ ^ ^ ^ ^ ^ G G+I+ PY+Y 

Sbjct: 244 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLrYTPYEY 2 9 0 

dbj |BAB69499.l! {AB067801) RNA binding protein HQK-7B [Homo sapiens] 
Length =319 

Score = 280 bits (716), Expect = 2e-74 /=rQ.v 
Identities = X56/293 (53%), Positives = 198/293 (67%), Gaps = 17/293 (5%) 
Ouerv: SEQ IB NO: 29; Sbjct: SEQ ID NO: 34 . ^ ^ 

Query- 67 QQQQSTQSIADYLAQniiKDRKQIiAAPPN VFl?HVEI^LDEEIAIlVRASIiFQ--IWG-V 120 

+ + DYL QIi+ D+K +++ PN +F H+ERLIiDEEI+RVR ++ +NG 

Sbjct: 6 ETKEK:PKPTPDYIiMQLMtroKKIil^ ^5 

Query- 121 KKEPLTLPEPEGSVVTMNEKVrn;^^ 

riP+ G +V + EK4-YVPV+E+PDFNEVGRILGPRG+TAKQr.E ETGCKXlilVRG 
Sbjct: 66 EKRSAEriPDAVGPIVQIiQEKLYVPVKEYPDFNFVGRII.GPRGLTA^^ 125 

Query- 181 KGSMRDKKKEDAimGKPNWEHLSDDLHVIilTV^^ 240 

KGSMRDKKKE+ NRGKPNWEHL,++DLHVIiXTVED +NRA -fKL +AV EV+KLLVP AEG 
Sbjct: 126 KGSMRDKKKEEQKRGKPJSIWEHIil^ 3.85 

Query: 241 EDELKKRQLMELAIINGTYRDTTAK^ 300 

ED LKK QLMEIxAI+NGTYRD KS A+ A + .R++T A +R 

Sbjct: 186 EDSI^KKHQIiMEI^LNGarYEUDAN^ 243. 

Query- 301 PA-AAPLGAPLIIiNPRMTVPTTAASIIiSAQAAPTAAFDQTG — HOjCIFAPYDY 350 

PAP PLI + V + + PTAA G G+I+ PY+Y 

Sbjct: 244 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEy 290 

dbj |BAB69498.l| (AB067800) RHA binding protein HQK-7 [Homo sapiens] 
Lengtb = 325 

Score = 280 bits (716), Expect = 2e-74 

Identities = 156/293 (53%), Positives =198/293 (67%), Gaps = 17/293 (5%) 
Query: SEQ ID NO: 29; Sbjct: SEQ ID NO: 35 

Query: 67 QQQQSTQSIADYIiAQIiliKDRKQIiAAFPN VFTHVERLLiDEEIARVRASLFQ — ING-V 120 

+ ++ + DYIi QIi+ D+K +++ PN +P H+ERLLDEEI+RVR ++ +NG 
S33jct: 6 ETKEKPKPTPDYIiMQLMlSnDKKI^SLPlSJFC^^ 65 

Query: 121 KKEPLTLPEPEGSWTMNEKVYVPVREHPDFlSIFVCmiLGPRGli^ 180 

+K LP+ G +y + EK+YVPV+E+PDF13FV6RIIiGPRG+TAKQIiE ETGC3CIMVRG 
Sbjct: 66 EKRSAELPDAVGPrV'QLQEKLYVPVKEYPDFOTVGRILGPR(^ 125 

Query: IBl KGSMRDKKKEDAimGKPlsnArEHLSDDLHVLITV^ 240 

KGSMRDKKKE+ NRGKPiaWEHIi++DIiHVIjITVED +NRA +KIi +AV EV+KLLVP AEG 
gj^j^tj 3_26 KGSMRDKKKEEQlIRGKPI^WEHIiNEDLHV^ 185 

Query: 241 EDELKKRQLMEIiAIINGTYRDTTAKSVAVCDEaE5^^ 300 

ED LKK QLMEI^+NGTYRD KS A+ . A + R++T A +R 

Sbjct: 186 EDSLKKMQIiMEIiAIIiNGTYRDAOT 243 

Query: 301 PA-AAPLGAPLIIiNPRMTVPTTAASILSAQAAPTAAFDQTG — HGMIFAPYDY 3 50 

P a" P PX.I + V + + PTAA G G+I+ PY+Y 

Sbjct: 244 PTPAGPTIMPLIRQIQTAV MPNGTPHPTAAIVPPGPEAGLIYTPYEY 29 0 
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gb|AAF63412.l|AF142417_l (AF142417) QUAKING isoform 1 [Homo sapiens] 
Length = 321 

Score = 280 bits (716), Expect = 2e-74 

Identities = 156/293 (53%), Positives = 198/29-3 (67%), Gaps = 17/293 (5%) 
Query: SEQ ID NO: 29; Sb jet: SEQ ID NO: 36 

QQQQSTQSIADYIiAQLLKDKKQIiAAFPN--: — VFTHVERLIiDEEJCARVRASLFQ — ING-V 12 0 
+ + DYL QIj+ D+K +■*-+ PN +F H+ERLLDEEI+RVR ++ +3SrG 

ETKEKPKPTPDYIiMQIiMlTOiaa^SSIiPl?^ 61 



Query: 


67 


Sbjct: 


2 


Query: 


121 


Sbjct: 


62 


Query: 


181 


Sbjct: 


122 


Query: 


241 


Sbjct: 


182 


Query: 


301 


Sbjct: 


240 



+K LP+ G +V + EK+yVPV+E+PDFNFVGRILGPRG+TAKQLE ETGCKXldVRG 
EKRSAELPDAVGPrVTQLQEKIiYVPVICEyPDFNFVGRIIiGPRGL^ 121 

KGSMRDKKKSDJ^GKPITOEHLSDDL 240 
KGS3>«RDKKKE+ KRGKPNWEHI,++DLHVLITVED +NRA +KL +AV EV+KLLVP AEG 



ED LKK QliMELAI+NGTYRD KS A+ 



A + R++T 



A +R 



A P 



Plil 



+ + PTAA G G+I+ Py+Y 

-MPNGTPHPTAAIVPPGPEAGLIYTPYEY 28 6 



dbj |BD004960-11 Genes related to stomach cancer. Length = 1993 
Score = 288 bits (738), Expect = le-77 

Identities = 168/324 (51%), Positives = 211/324 (64%), Gaps = 11/324 (3%) 
Frame = -fl 

Queo': SEQ ID NO: 37; Sb jct: SEQ ID NO: 38 

Query: 77 DYIoAQLLKDRKQIAAFPN VFTHVERIiLDEEIARVRASLFQ--I2SrG--VKKEPLTIiPEP 13 0 

DYIi Qri+ D+K +++ PN +F H+ERLLDEEI+RVR ++ +NG +K LP+ 
Sbjct: 4 DYLMQLWmJKKLMSSLPlJlFCGIFNH^ 183 

Query: 131 EGSWimJEKVYVPVREHPDFlSrFVGRILGPRG!^ 190 

G +V + EK+YVPV+E+PDFNFVGRILGPRG+TAKQLE ETGCKIMVRGKGSMRDKKKE 
Sbjct: 184 VGPIVQLQEKLYVPViqErrPDFNFVGRXLGPRGLTAKQLEAETGCKI!!^^ 363 

Query: 191 DAHRGKPKOTEHLSDDLHVLITVEDTErmATVK^ 250 

+ ]SrRGKPNWEHL++DLHVLI'rVED +NRA +KL +AV EV+KLLVP AEGED_ LKK QLM 
Sbjct: 364 EQNRGKPNWEHLNEDLHVLITVEDAQNRAEIK^ 543 

Query: 251 ELAIINGTYRDTTAKSVAVCDEEWRRLVAASDSRLLTSTGLPGLAAQIRAPA-AAPLG^^ 3 09 

ELAI+NGTYRB KS A+ A + R++T A +R P A P P 

-Sbjct: 544 ELAILNGTYRDANIKSPALAFS--LAATAQAAPRirTGPAPVLPPAALRTPTPAGPTIMP 717 

Query: 310 LILNPRMTVPTTAASILSAQAAPTAAFDQTG — HGmFAPYDYAIjyAALAGNPLLTEYAD 367 

LI + V + + PTAA G G+I+ PY+Y Y +L + 

Sbjct: 718 LIRQIQTAV MPNGTPHPTAAIVPPGPEAGLiYTPYEYP-YTLAPATSILEYPIE 876 

Query: 3 68 KS — VGAIKQQRRLATNREHPYQR 389 

S +GA+ + R R HPYQR 
Sbjct: 877 PSGVLGAVATKVRRHDMRVHPYQR 
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Figure 15. Homology of Drosopila GadFly Accession Number CG9373 to human 
KLiL4i443 protein, human unnamed protein product, and human myelin gene 
expression factor 2 

Figure ISA. BLASTF results for GadFly Accession Number CG9373 
Homology to human protein BAA92579.1 (GenBank Accession Number) 

dbj |BAA92579.1| {AB037762) KIAA1341 protein [Homo sapiens]. Length = 620 
Score = 249 bits (635), Expect = le-64 

Identities = 207/660 (31%), Positives = 295/660 (44%), Gaps = 148/650 (22%) 
Query: SEQ ED NO: 44; Sbjct: SEQ ID NO: 45 

Query- 1 .MS]mASNSVESREKEM3RRGRGAR--.GSRFTDADGN(SN 58 

+ M+ S + + + + G++ +RF + N G G 4- G RN R 

Sbjct: 72 VKMEJTOESAKEEKSDLKEKSTGSKK^^ :-PNFN-R 121 

Query- 59 VYXSNIPYDYRWQDIJroLFRRXVGSIEyVQLFFDESGKJ^GCG^ 118 

V+ISNIPYB +WQ +KDIi R VG + YV+LF D GK+RGCG+VEFKD E V+KALE M 
Sbjct: 122 VFISmPYDMKWQMCTLMREKVGEVT^^ 181 

Query: 119 myEVNGREI.WKEDHGEQRDQYGRIVRDGGGGGGGGGGVQGGN« 178 

N+y+++GR L +KED + ++RGG GG H+ 
Sbjct: 182 iJKOTLSGRPimKEDPDGElSIAKRA-LQRTG^^ — HVP 219 

Query- 179 DRDRGFSRRBDDRLSGRimFNMl^^ 238. 

D G li NN N+ +N +G li + -t-FVAU 

Sbjct: 220 DMGSGLMNLPPSIL NNPNIPPEVISKLQ AGRLGSTIFV3^ 259^ 

Query 239 LDYKVDNKKLKQWKLAGKVQSVDIiSLDK^ 298 

LEN-KV KKIiK+VF +AG V+ D+ DK+G SRG + ++ +EAVQAISM + Q LF 
Sbjct: 260 iJDFKVGWKKIiKEVFSIAGTVKRAIDIKEDK^ 319 

Query: 299 DRRMTVRLD—RIPDK lffiGIKIiPEGI.GGVGIGI,GPNGEPLRDVaHNLPNGGQSQ 350 

DR M V++I> +P + + +1*^ GLGG+G+GTiGP G+P+ N+ 
Sbjct: 320 DRHifflVKMDDKSVPHEKYRSHDGKTPQIiPRGLGG 372 

Query: 351 GQIiLGNAQQGSQLGSVGSQPNSSAVSlStATTNLLK^ 410 

G G + G FG + 
Sbjct: 373 GGVMGNIiGPGCM GMDGPGFGG MNRI 397 

Query: 411 GlSnSPTGSGGIJSniiNNLNPSI SNLGLNLGNS 462 

G G GGL N +G G G G L ++SS+ ++G+N G 

Sbjct: 398 GGGIGFGGLEAMN SMGGFGGVGRMGELYRGAMTSSMERDFGRGDIGIISIRGFG 449 

Query- 463 GimDOT.PPSNVGLSNlSnfSSGGTGGGNSYSSGK^ LGYNAYSSS-G 514 

+ L + +G +G G N G+ SG6 GS N +G + SSS 

Sbjct: 450 DSFGRLGSAMIG -GFAGRIGSSKMGPVGSGISGGMGSMKTSVTGGMGMGLDRMSSSFD 505 

Query: 515 GMGGGNGGVGVDGiroYlSrrGIvrPLDVYGGGSWGNSW 574 

MGGG+ D + G GG +GS K + I -J-+N+P 

Sbjct: 506 RMGPGIGAXLERSIDMDRGFLSGPMGSO«E REEIIGS -KGNQIFVRNLPFDL 554 

Query: 575 .TOQTLKDKFREXGDVKFAEI RGNXnrGWRFFKERDAEIiAXALMDGSI^^ 629 

TWQ L++KF + G V FAEI + G VRF AE A +M+G ++ GR 1 V 

Sbjct: 555 TWQKLKEKFSQCGHVMFAEIKMEa^GKSKGCGTVRFDSPESAK^ 614 



1€/511627 

WO 03/092715 REPLACEMENT SHEET pct/epo3/04650 

30/51 



c!rore = 68.6 bits (166), Expect = 2e-10 

Identities = 41/114 (35%), Positives = 67/114 (57%), Gaps = 6/114 (5%) 
Ouerv: SEQ ID NO: 46; Sbjct: SEQ ID NO: 47 

Ouerv- 20 GRGMlGSRFTDADGNGNGAGSQGGGVAARDRSREimNCRVYISNIPTO 79 



Sbjct; 



GGA R BD G +G GG+ R+R + N 4-+++ N+P+D WQ LK+ F 
510 GIGAiriERSXDMD-RGFLSGPMGSC3yi--RERIGSKGN-QIFVKSn^ 565 



Ouerv- 80 IVGSIEYVQLFFDESGKARGCGIVEFKDPESWQKALEKM^ 133 

G + + ++ B+GK++GCG V F PE+ -fKA MN +4.+GRE+ V+ D 
Sbjct- 566 C-GHVMFAEIKM-ENGKSKGCGT\mFDSPESAEKACTai^ 617 



Score = 56.2 bits (134), Expect = le-06 

Identities = 46/180 (25%), Positives = 76/180 (41%), Gaps = 21/180 (11%) 
Query: SEQ ID NO: 48; Sbjct: SEQ ID NO: 49 

Ouerv 139 DQYGRIVRDGGGGGGG- qGGVQGGNGGNNGGGGGGORDHMDDKDRGFSRRD 188 

D +GR+ GG G G G+ GG G N GG G +D F R 

Sbjct- 450 DSFGRLGSAMIGGFACaaGSSNMGPVGSGISGGMGSl^SW 507 



Query: 



189 DDRiiSGKCIiOT^NMMSl^ 

Q + + ++E+GG N++FV Nil + + +KL, 
Sbjct: 508 GPGIGAIIiERSIDMDRGFI.SGPMGSGMKE3aGOT^ NQIFVRNIiPFDLTWQKL 559 

Ouery- 249 KQVFKIAGKVQSVDLSIJ^KEGaTSRGFAVIEyDHPVEAVQAISMriDR 308 

K+ F G V ++ ++ G S+G + +D P A +A +++ + R + VRLiDR 
Sbjct- 560 KEKFSQCGHVMFAEIKMEN-GKSKGCGTVRFDSPESAEKAC^^ 618 



Homology to human protein BAB14421-1 (GenBank Accession Number) 

>dbj |BAB14421.1| (AK023133) iinnamed protein product [Homo sapiens], 
Length = 576 

Score = 242 bits (618), Expect = le-62 

Identities = 206/654 (31%), Positives = 289/654 (43%), Gaps = 160/654 (24%) 
Ouerv: SEQ ID NO: 44; Sbjct: SEQ ID NO: 50 

^erv- 1 MSMDASNSVESREKERDRRGRGAR-GSRFTDADGWGN-GAGSQGGGVAARDRSR^^ 58 

+ M+ S + + + + G++ +RF + N G G + G KN R 

Sbjct: 52 VKllElSnDESAKEEKSDLKEKSTGSKK^^ PNRN-R 101 

59 VYTSNIPYDYRWQDIiKDLFRRIVGSIEWQLFFDESGKARGCGXVEFK^ 118 

V+ISNIPYD +WQ +KDL R VG + YV+LF D GK+RGCG^ VEFKD E V+KALE M 
102 VFISmPYDIDCWQAIKDriMREKVG 161 

119 NRYEVNGREIiVVICESD-HGEQRDQYGRrVRDGGGGGGGGGC^^ 177 

jj+y-i.++GR L +KED GE + + R GG GG H+ 
162 NKYDIiSGRPI-NIKEDPDGENARElASQ — RTGGSFPGG 



Query: 
Sbjct : 
Query: 
Sbjct: 
Query: 
Sbjct : 



-HV 198 



178 DDRDRGFSRRDDDRXiSCSEOTOFNMMSlSID 237 
D G L NN N+ -«-N +G L + +FVA 



199 PDMGSGIiMNIjPPSili — -NNPNIPPEVISlJIiQ- 



-AGRIiGSTIFVA 238 



Query: 238 NLDYKVDNKKLKQVFKLAGKVQS\n3IiSLDKEC^^ 297 

NLD+KV KKIiK+VF +AG V+ D+ DK+G SRG + ++ +EAVQAISM + Q L 
Sbjct: 239 NLDFKVGWraOOJKEVFSIAGTVKRADIKEDro 298 



Query: 298 FDRRMTVRLD—RIPDK NEGIKLPEGIiGGVGIGLGPNGEPLRDVAHNIiPNGGQS 349 
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Sbjct: 
Query: 
Sb j ct : 
Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbjct: 
Queary: 
Sb j c t : 



299 



FDR M V++D +P + + +IiP GliGG+G+GIiGP G+P+ N+ 

FDRPMHVTSCMDDKSVPHEEYIISHDGKTPQIjPRGLGGIGMGI^ s ASQLNI - 



352 



350 QGQIiLGNAQQGSQIiGSVGSQPNSSAVSNATTNLIJSINLTGVMF 409 

G 4-i.GN G + G FG 
353 -GGVMGNIiGPGOd GMDGPGFGG MNR 376 

410 liGNKPrGSGGIiimN^^ — GNLSNPLLSSSL SNLGIiNLGN 4G1 

+G G GGIi N +G G G G L ++SS+ G 

377 IGGGXGFGGIiEAMN SMGGFGGVGRMGELYRGAMTSSMERDFGRGDIGINRG-- 427 

462 SGtTODNLPPSWGIiSNIJYSSGGTGGGNSYSSGl^^ . 52 0 

G S GG GG NS + G +G + SSS MG G 

428 • FGDSFGRIiGGGMGGMNSVT GGMGMGLDRMSSSFDRMGPGI 467 

521 GGVG\mGISnDY13TGNPI.DVYGGGSWaMSNVG 580 
G + D + G G G +GS K + I ++N+P TWQ L+ 



468 GAILERSIDMDRGFLSGPMGSGM RERIGS- 



-KGNQXFVKNLPFDLTWQKLK 516 



581 DKFREIGDVKFAEI RGNDVGWRFFKERDAELAIAIitmGSRLDGSira 629 

+KF + G V FAEI + G VRF AE A +M+G GR I V 

517 EKFSQCGH\nyCPAEIKMENGKSKGCGTVRFDSPESAEKACRI3^ 570 



Score =72.8 bits (177), Expect = le-11 

Identities = 82/348 (23%), Positives = 133/348 (37%), Gaps = 96/348 (27%) 
Query: SEQ ED NO: 51; Sbjct: SEQ ID NO: 52 

Query: 54 RKNCRVYISNIPYDYRWQDLroLFRRTV'GSIEWQLFFDESGKARGCGrVEFKDPE 113 

R + w+ LK++F I G+++ + D+ GK+RG G V F+ + 

Sbjct: 230 RLGSTIFVANLDFKVGWKKLKE^^S-IAGTVKRADIK^ 288 



Query: 
Sbjct: 



114 AliEKMrnYEVNGRELVVKED HGEQRDQYGRIVRDGGGGGGGG-' 155 

A+ N + R + VKD HER G+ + GGGG 

289 AISMKNGQFIiFDRPMHViamDKSVPHEEYRSHDGKTPQLPRGr«GGIGMGIiGPGGQPISA 348 



Query: 156 G<3VQG GNGGNNGGGGG GCSRDHMDDRDRGF 184 

GGV G G GG N GGG GG M + RG 

Sbjct: 349 QLOTGGVMGNIiGPGGMGMDGPGFGGli^DmiGGGIGFGGLEAMNSMGGFGCS^ 408 

Query: 185 SRRDDDRIiSGKNNFlSTMMS NDYNNSSNYmiYGIiSASFLESIiG 225 

+R GR + + N Ii +S + SF + +G 

Sbjct: 409 m'SSlffiRIDFGRGDIGIlQRGFGDSFGRLGGGMGGMNSVTGGMGMGLDRM^ 467 

Query: 226 ISGPIjH NKVFVAlNn:jDYKVDNKKriKQVFKLA 260 

+SGP+ N++FV Nli + + +KIjK+ P G V 

Sbjct: 468 GAILERSIDMDRGFLSGPMGSGMRERIGSKGNQIFVRNTiPFDLTWQKIjKEKFSQCGHV^ 527 

Query: 261 VDLSLPKEGNSRGFAVIEYDHPVEAVQAISMLDRQMLFDRRMWRL 308 

++ ++ G S+G -f +D P a +A +++ + R + VRIjDR 
Sbjct: 528 AEIKMEN-GKSKGCGTVRFDSPESAEKACRIimGIKISGIlEID^^^ 574 

Score = 68.6 bits (166), Expect = 2e-10 

Identities = 41/114 (35%), Positives = 67/114 (57%), Gaps - 6/114 (5%) 
Query: SEQ ID NO: 46; Sbjct: SEQ ID NO: 53 

Query: 20 GRGARGSRETDADGNC3NGAGSQ6GC3VAARDRSRERRMCRV^ 79 

GGA RDDG+G~GG+ R+R + N ++++ N+P+D WQ LK-*- P + 
Sbjct: 466 GIGAILERSIDMD-R(3FLSGPMGSGM — RERIGSKGN-QIFVTOSn^PFDLTWQKLKEKPSQ 521 



Query: 80 rVTGSIEYVQIiFFDESGKARGCGrVEFKDPEWQKALEKMimYEVNGR^ 133 
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G + + ++ E+GK-4-+GCG V F PE+ +KA MN +++GRE+ V+ D 
Sbjct: 522 C-GHVMFAEIKM-ENGKSKGCGTVRFDSPESAEK^^ 573 

Homology to human protein NP057216.1 (GenBank Accession Number) 

ref |NP_057216.ll (NM_016132) inyelin gene expression factor 2 [Homo sapiens] 
gblAAD43038.l| {AF106685) myelin gene eacpression factor 2 [Homo sapiens] 
Iiength = 547 

Score = 238 bits (607) , Expect = 2e-61 

Identities = 204/659 (30%), Positives = 295/659 (43%), Gaps = 150/659 (22%) 
Query: SEQ ID NO: 54; Sbjct: SEQ ID NO: 55 

OTierv- 3 MDA5NSVESREKEIU3RRGRGAR-GSRFTOADGNGN-GAGSQG^ 60 

M+ s + • + + + G++ +RF + N G G G , RV-f 
Sbjct: 1 MENDESAKEEKSDLKEKSTGSIOCAl^ ' PIORK-RVF 50 

QuerV" 61 ISNIPYDYRWQDLKDLFRRTVGSIEWQIiFFDESGKARGCGIVEFKDPEN^ 120 

ISNIPYD +WQ +iCDL R VG + YV+LF D GK+RGCG+VEFKD E V+KALE MN+ 
Sbjct: 51 ISNIPYDMBCWQAIKDIiMEtEKVGEVTYVELFro HO 

Query: 121 YEVNGRELVVKEDHGEQRDQYGRXVRDGGGGGGGGGGVQGGNGGIM 180 

Y+++GR + +KED + + +RG QG++GG 
Sbjct: 111 YTJIiSGRRVmrKEDPDGENARBA-LQRTGTS FQGSHASDVGSG 151 

Query- 181 DRGFSRRDDDRIiSGRNi;iFNMyiSiroYl^ 240 

W+ + NN + + + +Ii +G L + +FVAmjD 

Sbjct: 152 LVmiPPSILNNPN IPPEVISNLQ-AGRLGSTIFVANIiD 188 

Query- 241 YKVDNKKLKQVFKLAGKVQSVDLSLDKEGNSRGFAVIE^ 300 

"+KV KKLK+VF +AG V++ DK+G SRG + ++ +EAVQAISM + Q LFDR 

Sbjct: 189 FKVGWOCKIiKSOTSIAGTVKAGSYKEDI^^ 248 

Query- 301 RKPTVRLD RXPDKITOGIKLPEGLGGVGIGLGPNGEPLRDVAHKnuPNGG^ 351 

M V++D R PD + +LP GDGG+G+GLGP G+P+ N+ G 
Sbjct: 249 PMHVIOmDKSVPHEEYP^PD-GKTPQIiPRGIiGGIGMGLGP^^ G 300 

Query- 3 52 QLLGNAQQGSQIiGSVGSQPNSSAVSNATTNIiIiNNIiTGV^ 411 

++<3N G + G FG -^-G 
Sbjct: 3 01 GVMOaLGPGGM (3MDGPGFGG MNRIG 325 

Query- 412 NNTGSGGLNXJSINIiOT — GISTLSNPLLSSSLS m/SLmjGS<SSG 463 

G GGL N +G G G G L ++SS+ ++6L+ G 

Sbjct: 326 GGIGFGGIiEAMN SMGGFGGVGP2s4GEIiYRGAMTSSMERDFGHRDIGLSRGFGD 377 

Query- 464 NDDmiPPSI^VGLSNKYSSGGrGGGNSYSSGNNYSG LGYmYSSS-GG 515 

+ L + +G +G G N G+ SGG GS N +G + SSS 

Sbjct: 378 SFGRLGSAMIG GITGRIGSSlSnyiGPVGSGISGGMGSMNSVTGGMGMGLD^ 433 

Query 516 MGGGNGGVGVIXSNDYlSlTGNPIiDWGGGSITV'GNSlWGSA^ 575 

MGGG+ D+G GG +GS K + I -f-i-N+P T 

Sbjct: 434 MGPGIGAILERSIDMDRGFLSGPMGSGM RERIGS KGNQIFVRi;iLPFDLT 4B2 

Query 576 WQTLRDKFREIGEfVKFAEI RGKOT^GWRFFKERDAEIiAXALiM^ 629 

WQ Ii++KF + G V FAEI + G VRF AE A +M+G ++ GR I V 

Sbjct: 483 WQKTiKEKFSQCGHVMFAEIKMENGKSKGCGTVRFDSPESAEKACI^^ 541 
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Score = 68.6 bits (166), Expect = 2e-10 

Identities =41/114 (35%), Positives = 67/114 (57%). Gaps = 6/114 (5%) 
Query: SEQ ID NO: 46; Sbjct: SEQ IB NO: 56 

Query: 20 GRGARGSRFTDiO^GISrGNGAGSQGGGVAARDRSRERimCRVy 79 

GGA RDDG+GGG+ R+R + N ++++ W+P+D WQ IjK+ F + 
Sbjct: 437 GIGAILERSIDMD-RGFIjSGPMGSGM — RERIGSKGN-QIFVRlSILPFDLTWQKEiKEKFSQ 492 

Query: 80 rVGSIEWQIiFFDESGK2UlGCGrVEFKDPElWQKAIjEKMNRYE^ 133 

G + + ++ E+GK++GCG V F PE+ +KA MN +-f+GRE+ V+ D 
Sbjct: 493 C-GH\ni«FAEI3M-ENGKSKGCGTVRFDSPESAEKACR3^ 544 



Score = 55.5 bits (132), E2«pect = 2e-06 

Identities = 41/157 (26%), Positives = 69/157 (43%), C3aps = 11/157 (7%) 
Query: SEQ ID NO: 57; Sbjct: SEQ ID NO: 58 

Query: 152 GGGGGGVQGGNGGNNGGGGGGGRDHMDDimRGFSRKDDDRLSCS^^ 211 

G G G+ GG G N GG G +D F R G ++ + + 

Sbjct: 400 GPVGSGISC3(3MGSMNSVTGGMGMG-riDRMSSSFDRM GPGIGAIIiERSIDMDRC^F 452 

Query: 212 IJLYGLSASFLESIiGISGPLHlTOTFVANLDYKVDlSrK^ 271 

+ + E +G G N++FV NL + + +KLiK+ F G V ++ G S 

Sbjct: 453 LSGPMGSGMRERIGSKG NQIFVRIJLPFDLTWQKLKEKFSQCGHVMFAEIKIj^^ 508 

Query: 272 RGFAVIEYDHPVEAVQAISMIiDRQMLFDRRJimTiai^ 308 

+G + +D P A +A +++ + R + VKLDR 
Sbjct: 509 KGCGTVRFDSPESAEKACRIMNGIKIS(3REIDVRIiDR 545 



Figure 15B. Multiple Sequence Alignment (ClustalW 1.83) 

CG9373 Dm 

KIAA1341 Hs PLSRSEPLSSGGRGGGSGGG])m)ANZAEVPGATGGDSPHIiQPAEPPGEPR^ 

MyEF-2 Hs 

•BTiJ13071 Hs MADANKAEVPGATGGDSPHIiQPAEPPGEPRREPHPAEAEK 

CG9373 Dm MSimASNSVESREKERDRRGRGi^GSRFTDADGNGNGAGSQGGCSVAARDRSRE 

KIAA1341 Hs QQPQHSSSSNGVKlffiNDESAKEEKSDIiKEKSTGSKlCAl^^ 

MyEF-2 Hs MElSnOESAZEEKSBLKEKSTGSKICANRFHPYSKDI^ 

FLiJ13 071 Hs QQPQHSSSSNGVKME3SIDESAKEEKSBIiKEKSTGSK3CA2S^ 

CG9373 Dm RVYISOTPYDYRWQDIiKDLFRRTVGSIEYVQLFFDESCSKARGCGrVEFKDPE 
KIAA1341 Hs RVFISNIPYDMECWQAIKDLMREBZV^GEVTYVELFKD^ 
MyEF-2 Hs RWISmPyDMKWQAIKDIiMREKVGEVTYVELFEI)AEGKSRGCGVV^ 
FLJ13 071 Hs RVFISmPYDMK^QAIIODIaMREKVGEVTYVELFiaDAE 

CG9373 Dm MI^YEVl!JGREIiVVKEDHGEQRDQYGRIVRDGGGGG(3GGGGVQ 

KIAA1341 Hs MNKYDLSCSRPIjNIKEDPDGENAEIR ALQRTGGSFPGGHVPDMGSG 

MyEF-2 Hs MNKYDLiSGRKVNXKEDPDGENARR ALQRTGTSFQGSHASDVGSG 

PLJ13 071 Hs MNKYDIiSGRPIiWIKEDPDGENARR ASQRTGGSFPGGHVPDMGSG 

CG9373 Dm DDRDRGFSRRDDDRIiSGRNNFNMMSNDV^ 

KIAA1341 Hs IjMr;rLPPSILlsINPmPPEVTS]X^ AGRI/GSTIFVA 

MyEF-2 Hs L\7i;n:.PPSIIjNNPmPPEVISNLQ AGRLGSTIFVA 

FIjJ13071 Hs • DMNLPPSIlJaNPNIPPEVISNLQ AGRLGSTIFVA 



